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Version with Markings to Show Changes Made 
Claims 1-30 have been canceled. 

31. (Amended) A method of determinine whether a candid ate genomic region 
harbors a gene associated with a detectable trait comprising determining whether the association 
of a plurality of biallelic markers located in said candidate genomic region with said detectable 
trait is significantly different than the association of a plurality of biallelic markers located in a 
plurality of random genomic regions [wherein the determination of whether the association of 
said plurality of biallelic markers located in said candidate genomic region with said detectable 
trait is significantly different than the association of said plurality of biallelic markers located in 
a plurality of random genomic regions comprises: 

constructing a candidate region distribution of test values using said biallelic markers in 
said candidate genomic region, said candidate region distribution of test values being indicative 
of the difference in the haplotype fi-equencies of said biallelic markers in said candidate region in 
individuals who possess said detectable trait and control individuals who do not possess said 
detectable trait; 

constructing a random region distribution of test values using said biallelic markers in 
said genomic region said random region distribution of test values being indicative of the 
difference in the haplotype fi-equencies of said biallelic markers in said random genomic regions 
in individuals who possess said detectable trait and control individuals who do not possess said 
detectable trait; and 

comparing said candidate region distribution of test values with said random region 
distribution of test values.] 

Claims 32-47 have been canceled. - 
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Claims as Pending after Preliminary Amendment 

31. A method of determining whether a candidate genomic region harbors a 
gene associated with a detectable trait comprising determining whether the association of a 
plurality of biallelic markers located in said candidate genomic region with said detectable trait is 
significantly different than, the association of a plurality of biallelic markers located in a plurahty 
of random genomic regions. 
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